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Input Set: 



Output Set: 



Started: 2008-07-08 16:29:43.981 
Finished: 2 008-07-08 16:29:49.003 

Elapsed: 0 hr(s) 0 min(s) 5 sec(s) 22 ms 
Total Warnings: 42 5 
Total Errors: 0 
No. of SeqIDs Defined: 42 5 
Actual SeqID Count: 42 5 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2008-07-08 16:29:43.981 

Finished: 2 008-07-08 16:29:49.003 

Elapsed: 0 hr(s) 0 min(s) 5 sec(s) 22 ms 

Total Warnings: 42 5 

Total Errors: 0 

No. of SeqIDs Defined: 42 5 

Actual SeqID Count: 42 5 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



SUBSTITUTE SEQUENCE LISTING 



<110> BARDROFF , Michael 

<120> Ant i-amy loid beta antibodies and their use 

<130> F 2842 US S3 ( CO 1 8 0 1 6 / 0 1 8 0 30 4 ) 

<140> 10505313 

<141> 2005-03-07 

<141> 2004-08-20 

<150> EP 02003844.4 

<151> 2002-02-20 

<160> 425 

<170> Patentln version 3.1 

<210> 1 

<211> 9 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct; first region of beta-A4 peptide 

<400> 1 

Ala Glu Phe Arg His Asp Ser Gly Tyr 
1 5 



<210> 2 

<211> 14 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; second region of beta-A4 peptide 
<400> 2 

Val His His Gin Lys Leu Val Phe Phe Ala Glu Asp Val Gly 
15 10 

<210> 3 

<211> 368 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH-region of MS-Roche#3 
<400> 3 

caggtgcaat tggtggaaag cggcggcggc ctggtgcaac cgggcggcag cctgcgtctg 60 

agctgcgcgg cctccggatt tacctttagc agctatgcga tgagctgggt gcgccaagcc 120 

cctgggaagg gtctcgagtg ggtgagcgcg attagcggta gcggcggcag cacctattat 180 

gcggatagcg tgaaaggccg ttttaccatt tcacgtgata attcgaaaaa caccctgtat 240 

ctgcaaatga acagcctgcg tgcggaagat acggccgtgt attattgcgc gcgtcttact 300 

cattatgctc gttattatcg ttattttgat gtttggggcc aaggcaccct ggtgacggtt 360 

agctcagc 368 

<210> 4 

<211> 122 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct; VH-region of MS-Roche#3 
<400> 4 

Gin Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
15 10 15 



Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 



Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 



Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 



Ala Arg Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp 
100 105 110 



Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 



<210> 5 



<211> 379 



<212> DNA 



<213> artificial sequence 



<220> 



<223> synthetic construct; VH-region of MS-Roche#7 
<400> 5 

caggtgcaat tggtggaaag cggcggcggc ctggtgcaac cgggcggcag cctgcgtctg 60 



agctgcgcgg cctccggatt tacctttagc agctatgcga tgagctgggt gcgccaagcc 120 

cctgggaagg gtctcgagtg ggtgagcgcg attagcggta gcggcggcag cacctattat 18 0 

gcggatagcg tgaaaggccg tttaccattt cacgtgataa ttcgaaaaac accctgtatc 240 

tgcaaatgaa cagcctgcgt gcggaagata cggccgtgta ttattgcgcg cgtggtaagg 300 

gtaatactca taagccttat ggttatgttc gttattttga tgtttggggc caaggcaccc 360 

tggtgacggt tagctcagc 37 9 

<210> 6 

<211> 126 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH-region of MS-Roche#7 
<400> 6 

Gin Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
15 10 15 



Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 



Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 



Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 



Ala Arg Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr 
100 105 110 



Phe Asp Val Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 125 



<210> 7 

<211> 374 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH-region of MS-Roche#8 
<400> 7 

caggtgcaat tggtggaaag cggcggcggc ctggtgcaac cgggcggcag cctgcgtctg 60 

agctgcgcgg cctccggatt tacctttagc agctatgcga tgagctgggt gcgccaagcc 120 

cctgggaagg gtctcgagtg ggtgagcgcg attagcggta gcggcggcag cacctattat 180 

gcggatagcg tgaaaggccg ttttaccatt tcacgtgata attcgaaaaa caccctgtat 240 

ctgcaaatga acagcctgcg tgcggaagat acggccgtgt attattgcgc gcgtcttctt 300 

tctcgtggtt ataatggtta ttatcataag tttgatgttt ggggccaagg caccctggtg 360 

acggttagct cage 374 

<210> 8 

<211> 124 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct; VH-region of MS-Roche#8 
<400> 8 

Gin Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
15 10 15 



Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 



Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 



Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 



Ala Arg Leu Leu Ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp 
100 105 110 



Val Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 



<210> 9 



<211> 330 



<212> DNA 



<213> artificial sequence 



<220> 



<223> synthetic construct; VL-region of MS-Roche#3 
<400> 9 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 12 0 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcggttta ttattgccag caggtttata atcctcctgt tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 10 
<211> 110 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-region of MS-Roche#3 
<400> 10 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 



Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser Val Ser Ser Ser 
20 25 30 



Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 



lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 



Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 



Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gin Gin Val Tyr Asn Pro Pro 
85 90 95 



Val Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 



<210> 11 



<211> 330 



<212> DNA 



<213> artificial sequence 



<220> 



<223> synthetic construct; VL-region of MS-Roche#7 
<400> 11 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 



ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 18 0 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgcttt cagctttatt ctgatccttt tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 12 
<211> 110 
<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct; VL-region of MS-Roche#7 
<400> 12 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 



Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser Val Ser Ser Ser 
20 25 30 



Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 



lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 



Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 



Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Leu Tyr Ser Asp Pro 
85 90 95 



Phe Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 



<210> 13 



<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-region of MS-Roche#8 
<400> 13 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 18 0 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagctttctt cttttcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 14 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct; VL-region of MS-Roche#8 
<400> 14 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 



Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser Val Ser Ser Ser 
20 25 30 



Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 



lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 



Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 



65 



70 



75 



80 



Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Leu Ser Ser Phe Pro 



85 



90 



95 



Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 



100 



105 



110 



<210> 15 

<211> 24 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#3 

<400> 15 

cagcaggttt ataatcctcc tgtt 24 

<210> 16 

<211> 8 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#3 

<400> 16 

Gin Gin Val Tyr Asn Pro Pro Val 
1 5 

<210> 17 

<211> 24 

<212> DNA 



<213> 



artificial sequence 



<220> 



<223> 



synthetic construct; CDR3 of VL-region of MS-Roche#7 



<400> 



17 



tttcagcttt attctgatcc tttt 



24 



<210> 18 

<211> 8 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct; CDR3 of VL-region of MS -Roche #7 

<400> 18 

Phe Gin Leu Tyr Ser Asp Pro Phe 
1 5 

<210> 19 

<211> 24 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#8 

<400> 19 

cagcagcttt cttcttttcc tcct 24 

<210> 20 

<211> 8 

<212> PRT 



<213> artificial sequence 



<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#8 

<400> 20 

Gin Gin Leu Ser Ser Phe Pro Pro 
1 5 

<210> 21 

<211> 39 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#3 

<400> 21 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 39 

<210> 22 

<211> 13 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#3 
<400> 22 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val 
15 10 

<210> 23 
<211> 51 
<212> DNA 



<213> 



artificial sequence 



<220> 



<223> 



synthetic construct; CDR3 of VH-region of MS-Roche#7 



<400> 



23 



ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 



51 



<210> 24 
<211> 17 
<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#7 
<400> 24 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr Phe Asp 
15 10 15 

Val 

<210> 25 

<211> 45 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#8 

<400> 25 

cttctttctc gtggttataa tggttattat cataagtttg atgtt 45 



<210> 



26 



<211> 15 
<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#8 
<400> 26 

Leu Leu Ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp Val 
15 10 15 

<210> 27 

<211> 42 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; beta-A4 peptide 
<400> 27 

Asp Ala Glu Phe Arg His Asp Ser Gly Tyr Glu Val His His Gin Lys 
15 10 15 

Leu Val Phe Phe Ala Glu Asp Val Gly Ser Asn Lys Gly Ala lie lie 
20 25 30 

Gly Leu Met Val Gly Gly Val Val lie Ala 
35 40 

<210> 28 

<211> 17 

<212> DNA 

<213> artificial sequence 

<220> 



<223> synthetic construct; VL-primer for 



<400> 



28 



gtggtggttc cgatatc 



17 



<210> 29 

<211> 43 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct; VL-primer back 

<400> 29 

agcgtcacac tcggtgcggc tttcggctgg ccaagaacgg tta 43 

<210> 30 

<211> 17 

<212> DNA 

<213> artificial sequence 



<220> 



<223> 



synthetic construct; control primer for 



<400> 



30 



caggaaacag ctatgac 



17 



<210> 



31 



<211> 



19 



<212> 



DNA 



<213> artificial sequence 



<220> 
<223> 



synthetic construct; control primer back 



<400> 31 

taccgttgct cttcacccc 19 



<210> 32 



<211> 360 



<212> DNA 



<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#3 . 6H5 x 3 . 6L2 
<400> 32 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgctatttct gagtctggta agactaagta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 33 

<211> 120 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#3 . 6H5 x 3 . 6L2 
<400> 33 

Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 



Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 



Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val Ser Ala 



35 



40 



45 



lie Ser Glu Ser Gly Lys Thr Lys Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp Gly Gin 
100 105 110 

Gly Thr Leu Val Thr Val Ser Ser 
115 120 

<210> 34 

<211> 360 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct; VH MS-Roche#3 . 6H8 x 3 . 6L2 

<400> 34 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg 



